Efforts to catalog viral diversity in the gut microbiome have largely focused on DNA viruses, while RNA viruses remain understudied. To address this, we screened assemblies of previously published mouse gut metatranscriptomes for the presence of RNA viruses. We identified the coding-complete genomes of an astrovirus and five mitovirus-like viruses.
from 2,309 to 2,447 bases, with 4.6-to 16,078.8-fold coverage and an average GC content of 46.2%, belonged to a previously undescribed clade of Narnaviridae adjacent to the mitoviruses (Fig. 1B ). These RNA virus genomes will facilitate future studies of RNA virus biology in the murine microbiome.
Data availability. The transcriptome sequencing (RNA-seq) data are available in the NCBI Sequence Read Archive (SRA) database under accession numbers PRJNA354635 (C. difficile-infected mice) and PRJNA415307 (mock-infected mice). The assembled genomes are available in GenBank under accession numbers MN780842 to MN780847. All of the scripts and software used to perform this analysis are available online (https:// github.com/SchlossLab/Stough_Mouse_RNA_Virome_MRA_2019).
